Additional file 2 -Sampling error of allele frequency estimation

Methods
The sampling variance of the estimate of allele frequency (p) can be calculated as
where p and (1-p) are the observed allele frequency at one diploid marker and N is the number of individuals in the population from which we estimated the allele frequency p. 
Results
Correlations between estimated relationships from the observed allele frequencies and estimated relationships from the simulated allele frequencies ranged from 0.999810 to 0.999813 with an average of 0.999812. 
